was used for multiple testing corrections. A list of genes exhibiting a fold-change >3.5 (using corrected p < 0.05) was compared between parental control cells and 2D10 cells to create Table S2 .
Quantitative Real-Time PCR (qRT-PCR)
RNA from individual sucrose gradient fractions was isolated using Trizol (Invitrogen).
Purified RNA (1 µg) was subjected to reverse transcription (RT) using the iScript cDNA Synthesis Kit (BIO-RAD) according to the manufacturer's instructions. Equal amounts of each RT reaction were amplified on a 7900HT Fast Real-Time PCR System (Applied Biosystems) using Power SYBR Green PCR Master Mix (Applied Biosystems) and the primer sets listed in Table S3 . Relative quantitation of the abundance of an mRNA in a given polysome fraction was performed using the ΔΔCt method. Values were normalized to the value obtained for each mRNA in the corresponding input RNA.
For mitochondrial DNA/nuclear DNA quantitation, genomic DNA was purified from liver or cultured cells and serially diluted to estimate the range of templates necessary for linear amplification. Typically, 8-32 ng of genomic DNA was used for qRT-PCR, which was performed as described above using the primer sets listed in Table S3 .
For luciferase mRNA quantitation, total RNAs were purified from transfected cells using the NucleoSpin RNAII kit (Macherey-Nagel) and converted to 1 st strand cDNAs as described above. qRT-PCR was performed as described above using the primer sets listed in Table S3 .
Purification of Mitochondria
Mitochondria were isolated from cultured cells or mouse liver using the Mitochondria Isolation Kit for Cultured Cells or Tissue (Thermo Scientific), respectively, following the manufacturer's instructions. Mitochondrial pellets were resuspended in 1xTBS containing 2% CHAPS followed by centrifugation at 20,000 x g for 2 min at 4°C. Supernatants were recovered as mitochondrial protein extracts and subjected to immunoblotting as described above.
Mitochondrial Mass Measurement
Cells were stained with 50 nM Mitotracker Red FM or Mitotracker Green FM (Invitrogen) in PBS buffer at 37°C for 15 min, followed by washing and resuspension in PBS. Samples were evaluated on a FACSCalibur (BD Biosciences) and data were analyzed with CellQuest Pro version 5.2 software (BD Biosciences). The mean fluorescence intensity in the FL1 or FL3 channel was used as an estimate of mitochondrial mass.
Immunocytochemistry
Cells (2x10 5 ) of individual 293T clones were seeded in a glass bottom 35 mm dish, cultured overnight, washed with PBS(-), and fixed in 4% formaldehyde. To visualize mitochondria and nuclei, cells were counterstained with Mitotracker Red FM (Invitrogen) and 4',6-diamino-2-phenylindole (DAPI) (Invitrogen). Microscopic observations were made and photographic images captured using an Olympus confocal microscope (FV1000).
Oxygen Consumption Rate
Measurement of oxygen consumption was performed using a Seahorse XF96 analyzer (Seahorse Bioscience). Exponentially-growing Jurkat and 2D10 cells were collected by centrifugation, resuspended in unbuffered RPMI1640 medium, and seeded at 1.5 x 10 5 cells/well in XF96 plates precoated with CELL-TAK (BD Biosciences). Cells were equilibrated in unbuffered medium for 45 min at 37°C in a CO 2 -free incubator prior to transfer to the XF96 analyzer. The basal oxygen consumption rate (OCR) was measured before sequential injections of 1 µM (final concentration) oligomycin (Sigma-Aldrich) were applied to halt ATP synthesis (negative control).
ATP Measurement
Total ATP levels in cells (4x10 5 ) of individual 293T clones were measured by chemiluminescence using the ATPlite ATP detection kit (Perkin Elmer) according to the manufacturer's protocol. Absolute ATP levels were determined using an ATP standard curve established in parallel in each 96-well plate assayed.
